The phylogenetic tree was constructed with MEGA 7 software (Tamura et al. 2016) , 6 Neighbor-Joining (NJ) (Saitou and Nei 1987) with statistical method of Maximum 7 Likelihood (ML) (Tamura et al. 2004 ). Trees were exported as Newick trees to iTOL 8 online software (Letunic and Bork 2011) to select subtrees to be used for new 9 alignments. Shared phylogenetic trees can be found at iTOL page, login fernandamatias.
10
To construct an interactive map, all sequences were distributed in excel according to its 11 similarity and the clade they belong. This approach would provide a higher view of
Results

33
Genetics analysis Several primers were tested for partial amplification of M and HA segments, as showed 1 in Table 1 . First positive results for M segments were obtained using MF1 and MR1 2 primers having a 700 bp fragment, but from all samples, just three were amplified. The 3 second approach using MF2 and MR2 provided only seven amplifications of 627 bp 4 fragment, which was not a good result yet. Phylogenetic analysis of these amplifications 5 showed a highlighted clade when compared to samples available on genomics 6 databases. It was necessary to obtain a new amplification covering the largest possible 7 area of the segment since that the highlighted clade could be an artifact of the amplified 8 region and small sample size. In this way, it was obtained the third approach trying to 9 achieve complete M segment amplification. From all primer suggested by John Craig 10 Venter Institute (JCVI), ten were synthesized, and combined led to nine pairs that were 11 tested ( Table 3 ). Combinations and number of amplified samples are summarized in 12 Interactive map shows that from group 14 there is no RS sequence against similar 10 sequences. Most significant changes in amino acids composition were in M1 protein 11 ( Although pH1N1 presents no danger in the world, in Brazil this virus is still monitored 18 since it stayed between circulating viruses and showed higher mortality over the years.
19
In 2014, there was an increase in cases of H3N2, overcoming cases of pH1N1 in all 20 regions of Brazil. However, in percentage, the number of deaths was lower than pH1N1.
21
The virus Influenza A H3N2 presented a proportion of deaths in 2013 and 2014 around 22 9% while the Influenza A pH1N1 virus showed mortality of 20.6% in 2013 and 35% in 23 2014 ( 2001 , Mitnaul et al. 1996 .
20
In matrix segment, it was found that substitutions in M1 and M2 were significant in 
